WHAT IS CLAIMED IS : 

1. An isolated or recombinant polypeptide comprising an amino acid 
sequence of an extracellular domain, wherein said extracellular domain amino acid 
sequence has at least about 75% amino acid sequence identity to an extracellular domain 
5 amino acid sequence of at leasttone of SEQ ID NOS:48-68, 174-221, 283-285, and 290-293, 
and is not a naturally-occurring extracellular domain amino acid sequence, and wherein said 
polypeptide has a CD28/CTLA-4\binding affinity ratio about equal to or greater than the 
CD28/CTLA-4 binding affinity ratio of human B7-1. 

10 2. The isolated^ recombinant polypeptide of claim 1, wherein said 

extracellular domain (ECD) amino acid sequence has at least about 90% sequence identity 
to an ECD amino acid sequence of at least one of SEQ ID NOS:48-68, 174-221, 283-285, 
and 290-293. 

15 3. The isolated or retoip6inarj)t polypeptide of claim 1, which 

polypeptide comprises an ECD amino ac|d seqpfence of any one of SEQ ID NOS:48-68, 
174-182, 184-221, 283-285, and 290-29/: 

4. The isolated or ^ecofpbin^ht polypeptide of claim 1, which 
20 polypeptide comprises an amino acid sequerjtfe of any one of SEQ ID NOS:48-68, 174-221, 
283-285, and 290-293. 



25 



5. The isolated or recombinant polypeptide of claim 1, wherein the 
polypeptide has a CD28/CTLA-4 binding affirijfty ratio greater than the CD28/CTLA-4 
binding affinity ratio of human B7-1. 



30 



6. The isolated or recombinabt polypeptide of claim 1, wherein the 
polypeptide has either a same binding affinity or in enhanced binding affinity for CD28 as 
compared to a binding affinity of a wild type co-stjjmulatory molecule for CD28. 

7. The isolated or recombinant polypeptide of claim 1, wherein the 
polypeptide has a decreased or a lowered binding affinity for CTLA-4 as compared to a 
binding affinity of a wild type co-stimulatory molecule for CTLA-4. 

308 



8. The isolated or recombinant polypeptide of claim 1, 5, 6, or 7, 
wherein the polypeptide has an ability to induce T-cell proliferation or T-cell activation or 
both T-cell proliferation and| T-cell activation and further comprises at least transmembrane 
domain (TMD) and/or a c; 
naturally-occurring TMD. 



domain (TMD) and/or a cytoplasmic, wherein said transmembrane domain is not a 



9. The isolated or recombinant polypeptide of claim 1, wherein the 

polypeptide induces T-cell proliferation. 

\ 

10. The isolated or recombinant polypeptide of claim 1, 5, 6, or 7, 
wherein the polypeptide has an ability to induce a T-cell proliferative response about equal 
to or greater than that of human By-1. 

11. The isolated or recombinant polypeptide of claim 1, wherein the 
polypeptide has an ability to modulate T-celhactivation, but does not induce proliferation of 
purified T-cells activated by soluble anti/CD3 mAbs. 

12. The isolated or /^Jmbiiknt polypeptide of claim 5, which 
polypeptide comprises an extracellular tfomainy&mino acid sequence of any one of SEQ ID 
NOS:48-68 and 174-209. / 

13. The ig plate ^OT recombinant polypeptide of claim 1, which 
polypeptide comprises an extracellular doAain (ECD) amino acid sequence encoded by an 
ECD coding nucleotide sequence, the ECo\oding nucleotide sequence selected from the 
group of: \ 

(a) a nucleotide sequence comprising a nucleotide fragment of a 
polynucleotide sequence selected from any of SEQ ID NOS.1-21 and 95-142, wherein said 
nucleotide fragment encodes an ECD amino acid sequence; 

(b) a nucleotide sequence that enc&des the ECD amino acid sequence of a 
polypeptide selected from any of SEQ ID NOS:48\68, 174-221, 283-285, and 290-293; and 
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(c) a nucleotide sequence which, but for the degeneracy of the genetic code, 
hybridizes under at least stringent conditions over substantially the entire length of a 
nucleotide sequence (ay or (b). 

5 14. An isolated or recombinant polypeptide, which polypeptide 

comprises a non-naturally-occurring amino acid sequence encoded by a nucleic acid 
comprising a polynucleotide sequence selected from the group of: 

(a) a polynucleotide sequence selected from SEQ ID NOS:l-21 and 95-142, 
or a complementary polynucleotide sequence thereof; 
10 (b) a polynucleotide sequence encoding a polypeptide selected from SEQ ID 

NOS:48-68, 174-221, 283-2^5, and 290-293, or a complementary polynucleotide sequence 
thereof; 

(c) a polynucleotide sequence which, but for the degeneracy of the genetic 
code, hybridizes under at least \tringent or highly stringent conditions over substantially the 

15 entire length of polynucleotide sequence (a) or (b); 

(d) a polynucleoti4e sequence comprising all or a nucleotide fragment of (a), 
(b), or (c), wherein the nucleotideVra^Qient encodes a polypeptide having a CD28/CTLA-4 
binding affinity ratio about equal $ oyjjreater than the CD28/CTLA-4 binding affinity ratio 
of human B7-1; 

20 (e) a polynucleotide' sequence encoding a polypeptide, the polypeptide 

comprising an amino acid sequence Wmch is substantially identical over at least about 150 
contiguous amino acid residues of arfyone of SEQ ID NOS:48-68, 174-221, 283-285, and 
290-293; and ^ — ^ \ 

(f) a polynucleotide sequence encoding a polypeptide that has a 

25 CD28/CTLA-4 binding affinity ratio about equal to or greater than the CD28/CTLA-4 

binding affinity ratio of human B7-1, which polynucleotide sequence has at least about 70% 
identity to at least one polynucleotide sequence of (a), (b), (c), or (d). 



\ 



15. The isolated or recombinant polypeptide of claim 14, the polypeptide 
30 comprising an amino acid sequence of any onV of SEQ ID NOS:48-68, 174-221, 283-285, 
and 290-293. 



16. The isolated or recombinant polypeptide of claim 14, wherein the 
polypeptide has a CD28/CTUA-4 binding affinity ratio about equal to or greater than the 
CD28/CTLA-4 binding affinity ratio of human B7-1. 

5 17. The isolated or recombinant polypeptide of claim 14 or 16, wherein 

the polypeptide induces T-cell proliferation. 

18. The isolated or recombinant polypeptide of claim 14 or 16, wherein 
the polypeptide induces a T-cell proliferative response about equal to or greater than that of 

10 human B7-1. \ 

\ 

19. An isolated or^pcombinant polypeptide comprising a amino acid 
sequence according to the formula: \ 

MGHTM-X6-W-X8-SLPPK-X14-PCL-X18-X19-X20-QLLVLT-X27- 
15 LFYFCSGrTPKSVTKRVKE 

KDSKMVLAIIPGKVQ V 101 -RIVI-X 1 06- ALR-X 1 1 0-SD- 

XI 13-GTYTCV-X120-QKP-X124-LK^ 




X150-X151-DLGNPSPNIRRLICS-X/r67-p^ 

WLENGEELNATNTT-X 1 92-§QDP-X 1 9 Tg&X 199-LYMISSEL-X208-FNVTNN-X2 15- 
20 SI-X2 1 8-CLIKYGEL-X227- VSQIFPWSKPJCQEPPIDQLPF-X249- VIIPVSGALVL-X26 1 - 
A-X263-VLY-X267-X268-ACRH-X273-ArWkRTRRNEETVGTERLSPIYLGSAQSSG 
(SEQ ID NO:284), or a subsequence thereof comprising an extracellular domain, wherein 

position X6 is Lys or Glu; position X8 is Arg or Gly; position X14 is Arg or 
Cys; position XI 8 is Tip or Arg; position X19 is Pro or Leu; position X20 is Ser or Pro; 
25 position X27 is Asp or Gly; position X55 is Asn or Ser; position X60 is Glu or Lys; position 
X69 is Gin or Arg; position X101 is Pro or Leu; position X106 is Leu or Gin; position XI 10 
is Pro or Leu; position XI 13 is Lys or Ser; position X120 is Val or He; position X124 is Val 
or Asp; position X135 is Thr or Ala; position X149\is Thr, Ser, or del; position X150 is De 
or del; position X151 is Asn or Thr; position X167 is Thr or del; position X169 is Ser or 
30 del; position X169 is Gly or del; position X177 is Cys or Tyr; position X192 is Val or Leu; 
position X197 is Gly or Glu; position X199 is Glu or Lys; position X208 is Gly or Asp; 
position X215 is His or Arg; position X218 is Ala or Val; position X227 is Ser or Leu; 
position X249 is Trp, Leu, or Arg; position X261 is Al^ or Thr; position X263 is Val, Ala, 
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or He; position X267 is Arg orjCys; position X268 is Pro or Leu; and position X273 is Gly 
or Val. 

20. The isolated or recombinant polypeptide of claim 19, which 
polypeptide comprises an extracellular domain amino acid sequence of any one of SEQ ID 
NOS:51-56, 58, 61, 66, 67, 174-1T(9, 181, 185-187, 189, 192-194, 197, 199, 202, 205, 208, 
215,217,220, and 285. 

21. The isolated qt recombinant polypeptide of claim 19, wherein the 
polypeptide has a CD28/CTLA-4 biAding affinity ratio about equal to or greater than the 
CD28/CTLA-4 binding affinity ratiopf human B7-1. 

22. The isolated or recombinant polypeptide of claim 19 or 21, wherein 
the polypeptide induces T-cell proliferation. 



23. The isolated or recombinant polypeptide of claim 19 or 21, wherein 
the polypeptide induces a T-cell proliferative response about equal to or greater than that of 
human B7-1. 

24. The isolated or recombinant! polypeptide of claim 19, comprising 



z,f . inc lsuiaieu or iecwmuinani poiypepuue ox ciaim i^, composing 
three or more of: Lys at position X6; Am atiposuion X8; Arg at position X14; Trp at 
position X18; Pro at position XI 9; S^rat position X20; Asp at position X27; Asn at 
position X55; Leu at position XI 06; Pro at position XI 10; Lys at position XI 13; Val at 
position X120; Val at position X124; Thr at position XI 35; Asn at position X151; Cys at 
position X177; Val at position X192; Gly at pdsition X197; Glu at position X199; Gly at 
position X208; His at position X215; Ala at position X218; Trp at position X249; Ala at 



position X261; Val at position X263; Arg at position X267; Pro at 
Gly at position X273 1 



position X268; and 



25. The isolated or recombinant polypeptide of claim 24, comprising 
three or more of: Arg at position X8; Arg at position X14; Tip at position XI 8; Pro at 
position X19; Ser at position X20; Pro at position 3$1 10; Val at position X120; Val at 
position XI 24; Cys at position XI 77; Val at position X192; Gly at position X197; Glu at 
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position X199; Gly at position X208; His at position X215; Ala at position X2 18; Trp at 
position X249; Ala at position X261; and Val at position X263. 



26. The isolated or recombinant polypeptide of claim 25, comprising the 
5 extracellular domain amino acid sequenc^fof §feQ ID NO:66 or SEQ ID NO:285. 



27. The isolated or 
entire amino acid sequence of SEQ 



int polypeptide of claim 25, comprising the 
56 or SEQ ID NO:285. 



10 28. An isolated or recombinant polypeptide comprising a subsequence of 

an amino acid sequence set for* in any of SEQ ID NOS:48-68, 174-182, 184-221, 283-285, 
and 290-293, wherein the subsequence is the extracellular domain of said amino acid 
sequence. 

15 29. The isolated or recombinant polypeptide of claim 1, 14, 19, or 28, 

further comprising a signal peptiab sequence. 

30. The polypeptide of claim 29, wherein the signal peptide sequence is 
selected from the signal peptide sequence set forth in any of SEQ ID NOS:48-68, 174-221, 
20 283-285, and 290-293. 



25 



31. The polypepdtie\oteiaim 30, further comprising a transmembrane 
domain amino acid sequence or a cyfoplaimic domain amino acid sequence selected from 
the transmembrane domain amino acid sequence or the cytoplasmic domain amino acid 
sequence set forth in any of SEQ ID NO&48-68, 174-221, 283-285, and 290-293. 



32. The polypeptide of claim 1, 14, 19, or 28 comprising a soluble 
extracellular domain, wherein said polypeptide or ECD thereof binds CD28 and/or CTLA-4. 

30 33. The polypeptide of claiAi 1, 14, 19, 28, 29, or 31, wherein the 

polypeptide comprises a fusion protein comprising at least one additional amino acid 
sequence. 
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34. The polypeptide of claim 33, wherein the at least one additional 
amino acid sequence comprises at least one Ig polypeptide. 

35. The polypeptide of claim 34, wherein the at least one Ig polypeptide 
comprises at least one human IgG polypeptide comprising an Fc hinge, a CH2 domain, and 
a CH3 domain. ^ 

36. Th^ polypeptide of claim 1, 14, 19, 28, 29, or 31, comprising a 
polypeptide purification slibsequence. 



37. The polypeptide of claim 36, wherein the polypeptide purification 
subsequence is selected fro^i: an epitope tag, a FLAG tag, a polyhistidine sequence, and a 
GST fusion. 

38. The pofypfS^tide of cl^aim 1, 14, 19, 28, 29, or 31 comprising a 
modified amino acid. 



39. The 
selected from: a glycosylpi 





ptide of claim 38, wherein the modified amino acid is 
p acid, a PEGylated amino acid, a farnesylated amino 
acid, an acetylated ajyrino jbcid, a tiiiotinylated amino acid, an amino acid conjugated to a 
lipid moiety, and an amino acid conjugated to an organic derivatizing agent. 



40. A compositicta comprising at least one polypeptide of claim 38 and a 
pharmaceutically acceptable excipient. 



41. A composition comprising at least one polypeptide of claim 1, 14, 19, 
28, 29, or 31 and a pharmaceutically acceptable excipient. 

42. A composition corrWising: 

an isolated or recombinant polypeptide comprising an amino acid sequence 
selected from the group of SEQ ID NOS:48V68, 174-221, 283-285, 290-293, or a 
costimulatory fragment thereof, wherein saicnpolypeptide or costimulatory fragment has a 
CD28/CTLA-4 binding affinity ratio about equal to or greater than the CD28/CTLA-4 
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binding affinity ratio ofi human B7-1 or an ability to induce a T cell proliferation response 
equal to or greater than that induced by human B7-1, and 



a earner. 



5 43. An isolated or recombinant nucleic acid comprising a polynucleotide 

sequence selected from: \ 

(a) a polynucleotide sequence selected from SEQ ID NOS:l-21 and 95-142, 
or a complementary polynucleotide sequence thereof; 

(b) a polynucleotide sequence encoding a polypeptide selected from SEQ ID 
10 NOS:48-68, 174-221, 283-2^5, and 290-293, or a complementary polynucleotide sequence 

thereof; \ 

(c) a polynucleotide sequence which, but for the degeneracy of the genetic 
code, hybridizes under at leasn stringent conditions over substantially the entire length of 
polynucleotide sequence (a) or\(b); and 

15 (d) a polynucleotide sequence comprising all or a nucleotide fragment of (a), 

(b), or (c), wherein the nucleotide fragment encodes a polypeptide having a CD28/CTLA-4 
binding affinity ratio about equal Jo c?r grater than the CD28/CTLA-4 binding affinity ratio 
of human B7-1 or a polypeptideynaving^an ability to induce a T cell proliferation response 
that is about equal to or greater/thapffhat induced by human B7-1. 

20 

44. An isolated or recombinant nucleic acid comprising a polynucleotide 
sequence encoding a polypeptide, wherein the encoded polypeptide comprises an amino 
acid sequence which is substantially identical over at least about 150 contiguous amino acid 
residues of any one of SEQ ID NOS:48-68, 174-221, 283-285, and 290-293 and is a non 

25 naturally-occurring amino acid sequence.* 

45. The nucleic acid of <3daim 44, wherein the encoded polypeptide is 
substantially identical over at least about 175 contiguous amino acid residues of any one of 
SEQ ID NOS:48-68, 174-221, 283-285, and 290-293. 



30 46. An isolated or recombinant nucleic acid comprising a nucleotide 

sequence coding for a polypeptide comprising the amino acid sequence set forth in any of 
SEQ ID NOS:48-68, 174-221, 283-285, and 290-^93, or a subsequence thereof, wherein the 
subsequence comprises at least one of: the signal sequence of said polypeptide, the 
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extracellular domain of said polypeptide, the transmembrane domain of said polypeptide, 

and the cytoplasmic domain of said polypeptide, and wherein the amino acid sequence or 

subsequence is a non naturally4occurring sequence. 

» 

\ 

5 47. The nucleic acid of claim 43, 44, or 46, wherein the polypeptide has a 

CD28/CTLA-4 binding affinity ^atio about equal to or greater than the CD28/CTLA-4 
binding affinity ratio of human B(7-l or an ability to induce a T cell proliferation response 
equal to or greater than that of human B7-1. 

10 48. The nucleic acid of claim 43, 44, or 46, wherein the polypeptide has 

either a same binding affinity or an^enhanced binding affinity for CD28 as compared to a 
binding affinity of a wild type co-stimulatory molecule for CD28. 

49. The nucleic alid of claim 43, 44, or 46, wherein the encoded 
15 polypeptide has a decreased or a low^ed\>inding affinity for CTLA-4 as compared to a 
binding affinity of a wild type co-stSmulatory mdfecule for CTLA-4. 



50. The nucleic/ac^flof alaim 43, 44, 46, or 49, wherein the encoded 
polypeptide induces T-cell prolif£pation\or y-cell activation or both T-cell proliferation and 

20 T-cell activation. 

51. The nucleic acid oficlaim 43, 44, or 46, wherein the encoded 
polypeptide modulates T-cell activation, but does not induce proliferation of purified T-cells 
activated by soluble anti-CD3 mAbs. 



25 




52. The nucleic acid of claim 43, 44, or 46, wherein the nucleic acid 
encodes a fusion protein comprising at least one additional amino acid sequence. 



53. The nucleic acid of claim 52, wherein the at least one additional 
30 amino acid sequence comprises at least one Ig polypeptide. 
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ie,cac, d0f , 



54. The nucleic acid of claim 53, wherein the at least one Ig polypeptide 
comprises at least one human I£G polypeptide comprising an Fc hinge, a CH2 domain, and 
a CH3 domain. 



55. The nucleic acid of claim 43, 44, or 46, wherein the encoded 
polypeptide comprises a signal sequence. 

56. The nuclei!: acid of claim 43, 44, 46, or 49, wherein the encoded 
polypeptide comprises a precursor peptide. 



,L„. 



57. The nucleic acid of claim 43, 44, or 46, wherein the encoded 
polypeptide comprises an epitope tag sequence. 



58. A cell comprisine-the nucleic acid of claim 43, 44, 46, or 49. 




59. The cell of cljlim 58,\wherein the cell expresses a polypeptide 
encoded by the nucleic acid. 

60. A vector coApfising tfie nucleic acid of claim 43, 44, 46, or 49. 

\ 

61. The vector of clair^ 60, wherein the vector comprises a plasmid, a 
cosmid, a phage, a virus, a virus-like particle, or a fragment of a virus. 

\ 

62. The vector of claim 60, wherein the vector is an expression vector. 

\ 

\ 

63. The expression vectonof claim 62, wherein the nucleic acid is 
operably linked to a promoter. 



_ 2 

64. The expression vector of^claim 62, further comprising a 
polynucleotide sequence encoding an antigen. \ 

\ 

65. The expression vector of cl^im 64, wherein the antigen is a cancer 

antigen. 
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66. The expression vector of claim 64, wherein the nucleic acid is 
operably linked to first promoter and the polynucleotide sequence encoding the antigen is 
operably linked to a second promoter. 

5 67. The expression vector of claim 65, wherein the cancer antigen is 

EpCam/KSA or a mutant or varian^ thereof. 

68. The expression^ vector of claim 67, wherein the expression vector 
comprises the vector shown in Figure ?2B. 

\ 

69. A host cell comprising the vector of claim 60. 

70. A composition comprising the nucleic acid of claim 43, 44, 46, or 49 
and an excipient. 

71. The composition onclaiW70, wherein the excipient is a 




pharmaceutical! y acceptable excipient. 

* V 

72. A composition of matter comprising at least one nucleic acid of claim 
20 43, 44, 46, or 49. 

73. The composition of claim 72,\ wherein the composition comprises a 
library comprising at least about 2, 5, 10, 50 or moreVicleic acids. 

25 74. A composition produced by cleaning at least one nucleic acid of 

claim 43, 44, or 46. 

75. The composition of claim 74, wherdin the cleaving comprises 
mechanical, chemical, or enzymatic cleavage. 

30 

76. The composition of claim 75, wherein the enzymatic cleavage 
comprises cleavage with a restriction endonuclease, an RNAs\, or a DNAse 
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77. A composition produced by a process comprising incubating at least 
one nucleic acidW claim 43, 44, or 46 in the presence of deoxyribonucleotide triphosphates 
and a nucleic aci (^polymerase. 

5 78. \ The composition of claim 77, wherein the nucleic acid polymerase is 

a thermostable polymerase. 

79. \ An isolated or recombinant nucleic acid encoding a 
polypeptide that has a CD28/CTLA-4 binding affinity ratio about equal to or greater than 

10 the CD28/CTLA-4 binding affinity ratio of human B7-1, produced by mutating or 
recombining at least one nucleic acid of claim 43, 44, or 46. 

80. Anysolated or recombinant polypeptide comprising an amino acid 
sequence having at least about 95% identity to at least about one of SEQ ID NOS: 69-92, 

15 222-252, 286-289, or a subsequence thereof comprising an extracellular domain, wherein 
said amino acid sequence (a\is a non naturally-occurring amino acid sequence, and (b) 
comprises at least one of: 

Gly at positio/j v2; 
at position 12; Met at position ^6 
20 Arg at position 40; Leu at ijpsiti© 



Thr at position 4; Arg at position 5; Gly at position 8; Pro 



j; Cys at position 27; Pro at position 29; Leu at position 31; 
m 52; His at position 65; Ser at position 78; Asp at position 
80; Tyr at position 87; l^s at position 120; Asp at position 122; Lys at position 129; Met at 
position 135; Phe at posit/on 150* He at position 160; Ala at position 164; His at position 
172; Phe at position 174; Leu at position 176; Asn at position 178; Asn at position 186; Glu 
at position 194; Gly at position 196;Vhr at position 199; Ala at position 210; His at position 
25 212; Arg at position 219; Pro at position 234; Asn at position 241; Leu at position 244; Thr 
at position 250; Ala at position 254; Tyis at position 265; Arg at position 266; Glu at 
position 273; Lys at position 275; Ser at position 276; an amino acid deletion at position 
276; or Thr at position 279, wherein the position number corresponds to that of the human 
B7-1 amino acid sequence (SEQ ID NO:27&), 
30 wherein said polypeptide has a CTLA-4/CD28 binding affinity ratio about 

equal to or greater than the CTLA-4/CD28 bidding affinity ratio of human B7-1 or an 
ability to induce a T cell proliferation response tjiat is equal to or less than that of human 
B7-1. 
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81. The isolated or recombinant polypeptide of claim 80, wherein said 
polypeptide comprises an amino acid sequence having at least about 98% identity to at least 
one of SEQ ID NOS:69-92, 222-252, 286-289, or a subsequence thereof comprising an 

5 extracellular domain, said amino acid sequence comprising at least one of: 

Gly at position 2; Thr at position 4; Arg at position 5; Gly at position 8; Pro 
at position 12; Met at position 25; Cys at position 27; Pro at position 29; Leu at position 31; 
Arg at position 40; Leu at position 52; His at position 65; Ser at position 78; Asp at position 
80; Tyr at position 87; Lys apposition 120; Asp at position 122; Lys at position 129; Met at 
10 position 135; Phe at position 150; Be at position 160; Ala at position 164; His at position 

172; Phe at position 174; Leu at position 176; Asn at position 178; Asn at position 186; Glu 
at position 194; Gly at position\l96; Thr at position 199; Ala at position 210; His at position 
212; Arg at position 219; Pro apposition 234; Asn at position 241; Leu at position 244; Thr 
at position 250; Ala at position 254\ Tyr at position 265; Arg at position 266; Glu at 
15 position 273; Lys at position 2751 Ser at position 276; an amino acid deletion at position 

276; and Thr at position 279, wherein the position number corresponds to that of the human 
B7-1 amino acid sequence (SEQ nfc>29p:278) 

82. The isolated ^Jp recombinant polypeptide of claim 80, wherein said 
20 polypeptide comprises an amijK^cid sequence having at least about 98% identity to at least 

one of SEQ ID NOS:69-92, 22^252,^nd 286-289, said amino acid sequence comprising at 
least one of: 

Gly at position 2; Gly apposition 8; Cys at position 27; His at position 65; 
Asp at position 80; Asp at position 122;\Met at position 135; Phe at position 150; Ala at 
25 position 164; Phe at position 174; Asn aAposition 186; Glu at position 194; Arg at position 
219; Thr at position 250; Arg at position 266; Lys at position 275; and Ser at position 276, 
wherein the amino acid position numbers oprrespond to that of the human B7-1 amino acid 
sequence (SEQ ID NO:278). 

30 83. The isolated or recombinant polypeptide of claim 80, wherein said 

polypeptide comprises an amino acid sequenceuiaving at least about 98% identity to an 
extracellular domain of at least one of SEQ ID NOS:69-92, 222-252, and 286-289, said 
amino acid sequence comprising at least one of: 
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His at position 65; Asp at position 80; Asp at position 122; Met at position 
135; Phe at position 150; Ala at position 164; Phe at position 174; Asn at position 186; Glu 
at position 194; and Arg at polition 219, wherein the amino acid position numbers 
correspond to that of the humain B7-1 amino acid sequence (SEQ ID NO:278). 



84. The isolated or recombinant polypeptide of claim 83, wherein said 
polypeptide comprises an amino acid sequence having at least about 98% identity to an 
extracellular domain of at least one of SEQ ED NOS:69-92, 222-252, 286-289, said 
sequence comprising at least two^of : 
10 His at position 65; Asp at position 80; Asp at position 122; Met at position 

135; Phe at position 150; Ala at position 164; Phe at position 174; Asn at position 186; Glu 
at position 194; and Arg at position \2 19, wherein the amino acid position numbers 
correspond to that of the human B7-\ amino acid sequence (SEQ ID NO:278). 



15 



20 
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85. The isolated or Vecombinant polypeptide of claim 84, wherein said 
polypeptide comprises an extracellular\domain of any one of SEQ ID NOS:81, 85, 86, 88, 
90, and 91. 

86. The isolated or re&ombihant polypeptide of claim 80, which 
polypeptide comprises an extracellul^dbpar£qi of any one of SEQ ID NOS:69-92, 222-252, 
and 286-289. 

87. The j^latejft or recoAb^iant polypeptide of claim 80, which 
polypeptide comprises an amino acid sequence of any one of SEQ ID NOS:69-92, 222-252, 
and 286-289. 

88. The isolated or recombinant polypeptide of claim 80, wherein the 
polypeptide has a CTLA-4/CD28 binding affin\ty ratio greater than the CTLA-4/CD28 
binding affinity ratio of human B7-1. 



30 89. The isolated or recombinant polypeptide of claim 80, wherein the 

polypeptide has either a same binding affinity or an enhanced binding affinity for CTLA-4 
as compared to a binding affinity of a wild type co-stimulatory molecule for CTLA-4. 



321 



\ 

90. The isolated or recombinant polypeptide of claim 80, wherein the 
polypeptide has a decreased or a lowered binding affinity for CD28 as compared to a 
binding affinity of a wild type V:o-stimulatory molecule for CD28. 



5 91. The isolated or recombinant polypeptide of claim 80, wherein the 

polypeptide inhibits T-cell proliferation or T-cell activation or both T-cell proliferation and 
T-cell activation. 

\ 

92. The isolated or recombinant polypeptide of claim 80, wherein the 
10 polypeptide inhibits T-cell proliferation. 

\ 

93. The isolated or\recombinant polypeptide of claim 80, wherein the 



polypeptide induces a T-cell response ^ess than that of human B7-1 




lypeptide of claim 80, wherein the 
not induce proliferation of purified T-cells 



15 94. The isolated or refe 

polypeptide modulates T-cell activati^nAbut 
activated by soluble anti-CD3 mAbs 



95. The isolated <)r recombinant polypeptide of claim 84 or 91, which 
20 polypeptide comprises an extracellular donjain amino acid sequence of any one of SEQ ED 
NOS:69-92 and 222-247. 



96. The isolated or recombinant polypeptide of claim 80 or 91, which 
polypeptide comprises an extracellular domain amino acid sequence encoded by a coding 
25 polynucleotide sequence, the coding polynucleotide sequence selected from the group: 

(a) an extracellular domain codihg sequence of a polynucleotide sequence 
selected from any of SEQ ID NOS:22-45 and 143-173; 

(b) a polynucleotide sequence that encodes the extracellular domain of a 
polypeptide selected from any of SEQ ID NOS:69-92, 222-252, and 286-289; and 

30 (c) a polynucleotide sequence which, but for the degeneracy of the genetic 

code, hybridizes under at least stringent conditions over substantially the entire length of a 
polynucleotide sequence (a) or (b). 
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97. \ An isolated or recombinant polypeptide comprising an amino acid 
sequence that differsYfrom a primate B7-1 amino acid sequence in at least one mutation 
selected from: 

Ser 12 f?ro; Leu 25 Met; Gly 27 Cys; Ser 29 Pro; Lys 40 Arg; His 52 Leu; 
Tyr 65 His; Glu 122 Ado; Glu 129 Lys; Thr 135 Met; Thr 164 Ala; Ser 174 Phe; Glu 196 
Gly; Ala 199 Thr; Thr 210 Ala; Lys 219 Arg; Thr 234 Pro; Asp 241 Asn; Val 254 Ala; Arg 
275 Lys; Arg 276 Ser; on Arg 279 Thr; the mutation being indicated comprising a mutation 
relative to human B7-1 with the amino acid sequence shown in SEQ ID NO:278, 

wherein saiu amino acid sequence does not occur in nature, and wherein said 
polypeptide has a CTLA-4/CD28 binding affinity ratio about equal to or greater than the 
CTLA-4/CD28 binding affinity ratio of human B7-1. 

The isolated or recombinant polypeptide of claim 97, wherein said 



98. 



nj amino acid sequence differs from said primate B7-1 sequence in at least two of said 

mutations. ^ 



15 

99. The isolated or recombinant polypeptide of claim 97, wherein said 
primate B7-1 is human B7-1 (S^ jZ) NO:278). 

100. The isojk:ecfldjr recombinant polypeptide of claim 99, wherein said 
20 sequence differs from the human By^l sequence in at least two of said mutations. 



101. An isolated onrecombinant polypeptide comprising an amino acid 
sequence, said amino acid sequence Having at least about 75% identity to at least one 
polypeptide sequence of SEQ ID NO^:263-272, or a subsequence thereof comprising the 
25 extracellular domain, wherein said amino acid sequence is not a naturally-occurring amino 
acid sequence, and \ 

wherein said polypeptide has a CTLA-4/CD28 binding affinity ratio about 
equal to or greater than the CTLA-4/CD28 binding affinity ratio of human B7-1. 



30 102. An isolated or recombinant polypeptide, which polypeptide 

comprises a non naturally-occurring amino Vcid sequence encoded by a nucleic acid 
comprising a polynucleotide sequence selected from: 



(a) a polynucleotide sequence selected from SEQ ID NOS:22-45, 143-173, 
253-262, or a complementary polynucleotide sequence thereof; 

(b) a polynucleotide sequence encoding a polypeptide selected from SEQ ID 
NOS:69-92, 222-247, 2631272, 286-289, or a complementary polynucleotide sequence 

5 thereof; ^ 

(c) a polynuc|eotide sequence which, but for the degeneracy of the genetic 
code, hybridizes under highly stringent conditions over substantially the entire length of 
polynucleotide sequence (a) or (b); 

(d) a polynucleotide sequence comprising all or a nucleotide fragment of (a), 
U 10 (b), or (c), wherein the fragment encodes a polypeptide having a CTLA-4/CD28 binding 

^ affinity ratio about equal to or greater than the CTLA-4/CD28 binding affinity ratio of 

U human B7-1; \ 

fjj (e) a polynucleotide sequence encoding a polypeptide comprising an amino 

acid sequence that is substantially identical overaj: least about 150 contiguous amino acid 
15 residues of any one of SEQ ID NOS:j8P-92, 2^2-247, 263-272, 286-289, and 
Fy (f) a polynucleotide siequeprf?e encoding a polypeptide that has a CTLA- 

[| 4/CD28 binding affinity ratio aboU eqihal to or greater than the CTLA-4/CD28 binding 

p affinity ratio of human B7-1, whMi polynucleotide sequence has at least about 70% identity 

to at least one polynucleotide sequence lp£ (a), (b), (c), or (d). 

20 

103. The isolated or recombinant polypeptide of claim 102, the 
polypeptide comprising an amino acid sequence of any one of SEQ ID NOS:69-92, 222- 
247, 263-272, and 286-289. 

25 104. The isolated or recombinant polypeptide of claim 102, wherein the 

polypeptide has a CTLA-4/CD28 binding affinity ratio about equal to or greater than the 
CTLA-4/CD28 binding affinity ratio of human\B7-l. 

105. The isolated or recombinant polypeptide of claim 102, wherein the 
30 polypeptide inhibits T-cell proliferation. 

106. The isolated or recombinantlpolypeptide of claim 102, wherein the 
polypeptide induces a T-cell response less than that\of human B7-1. 
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107. An isolated or recombinant polypeptide comprising an amino acid 
sequence according to the formula: 

mghtrrqgtsp-x 1 2-kcpylkffqllv-x25- acl-x29- 
5 hlcsgvihvt-x40-evi^vati^cglm^sveelaqtrihwqkekjcmvltm 
msgdmniwpeyknrtAditnni^ivilalp^sdegtyecvvlky-xi22-kdafkr- 
x 1 29-hlaevmls vkad eptpsitdfeippsnirrncs-x164- 

SGGFPEPHLFWLENGEELNAimT^ 

TANHSFMCLI-X2 1 9- YGHLR VNQTFNWNTPKQEHFP-X24 1 -NLLPSWA 
10 ITLISANGIFVICCLTYRFAPRCRERKSNETLRRESVCPV (SEQ ID NO:287), or a 

subsequence thereof comprising the extracellular domain, 

wherein position X12 is Ser or Pro; position X25 is Leu or Met; position X29 

is Ser or Pro; position X40 is LysprXiQ position X1^2 is Glu or Asp; position X129 is Glu 

or Lys; position X164 is Thr or Al^; posijtion X>96 is Glu or Gly; position X219 is Lys or 
15 Arg; and position X241 is Asp cf/ Asn 

108. The isoMe^on recombinant polypeptide of claim 107, which 
polypeptide comprises the e?spcelluiar < lomain of SEQ ID NO:288 or SEQ ID NO:289. 

20 109. The isolated or ^ombinant polypeptide of claim 107, comprising the 

sequence SEQ ID NO:288 or SEQ ID ]Jb:289. 



1 10. The isolated or recombinant polypeptide of claim 107, wherein the 
polypeptide has a CTLA-4/CD28 binding affinity ratio about equal to or greater than the 

25 CTLA-4/CD28 binding affinity ratio of huirian B7-1 . 

111. The isolated or recombinant polypeptide of claim 107 or 1 10, 
wherein the polypeptide inhibits T-cell proliferation. 

30 112. The isolated or recombinant polypeptide of claim 107 or 1 10, 

wherein the polypeptide induces a T-cell response Ibss than that of human B7-1. 
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113. An isolated or recombinant polypeptide comprising a subsequence of 
an amino acid sequence set forth in any of SEQ ID NOS:69-92, 222-247, 263-272, and 286- 
289, wherein the subsequence is the extracellular domain of said amino acid sequence. 

5 1 14.\ The isolated or recombinant polypeptide of claim 80, 97, 101, 102, 

107, or 113, comprising a signal sequence. 

115. The polypeptide of claim 114, wherein the signal sequence is selected 
from the signal sequence set forth in any of SEQ ID NOS:69-92, 222-247, 263-272, and 

10 286-289. 

116. The\polypeptide of claim 80, 97, 101, 102, 107, or 113, comprising a 
transmembrane domain sequence or a cytoplasmic domain sequence, selected from the 
transmembrane domain sequence or the cytoplasmic domain sequence set forth in any of 

15 SEQ ID NOS:69-92, 222-247', 263^272, and 286-289. 



25 



\ 

117. The poly] 
soluble extracellular domain. 




of claim 80, 97, 101, 102, 107, or 113 comprising a 



20 118. The polypeptide of claim 80, 97, 101, 102, 107, or 1 13, wherein the 

polypeptide comprises a fusion protein comprising at least one additional amino acid 
sequence. \ 

1 19. The polypeptide of claim 118, wherein the at least one additional 
amino acid sequence comprises at leas^one Ig polypeptide. 



oi\claim 119, 



120. The polypeptide oftclaim 119, wherein the at least one Ig polypeptide 
comprises a human IgG polypeptide compVising an Fc hinge, a CH2 domain, and a CH3 
domain. \^ 

30 121. The polypeptide of claLi 80, 97, 101, 102, 107, or 1 13, comprising a 

polypeptide purification subsequence. 
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122. \ The polypeptide of claim 121, wherein the polypeptide purification 
subsequence is selected from: an epitope tag, a FLAG tag, a polyhistidine sequence, and a 
GST fusion. 

5 123. The polypeptide of claim 80, 97, 101, 102, 107, or 1 13, comprising a 

modified amino acid. 



10 



124. The polypeptide of claim 123, wherein the modified amino acid is 
selected from the group consisting of: a glycosylated amino acid, a PEGylated amino acid, a 
farnesylated amino acid, an aqptylated amino acid, a biotinylated amino acid, an amino acid 
conjugated to a lipid moiety, and an amino acid conjugated to an organic derivatizing agent. 



15 
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125. A composition comprising at least one polypeptide of claim 124 and 
a pharmaceutical^ acceptable e^cipient. 

126. A composition jcomprising at least one polypeptide of claim 80, 97, 
101, 102, 107, or 113, and a pharm^uticilly y a^ceptable excipient. 



127. Acomposi 
an isolated or rec 
of SEQ ID NOS:69-92, 222-24 
wherein said costimulatory fra; 





ipnsing: 

polypeptide comprising the amino acid sequence 
27t, 286-289, or a costimulatory fragment thereof, 
i CTLA-4/CD28 binding affinity ratio about equal 



to or greater than the CTLA-4/CD28 binding affinity ratio of human B7-1, and a carrier. 



25 128. An isolated or recombinant nucleic acid comprising a polynucleotide 

sequence selected from: 

(a) a polynucleotide sequente selected from SEQ ID NOS: 22-45, 143-173, 
or a complementary polynucleotide sequence thereof; 

(b) a polynucleotide sequencAencoding a polypeptide selected from SEQ ID 
30 NOS:69-92, 222-247, 286-289, or a complementary polynucleotide sequence thereof; 

(c) a polynucleotide sequence which, but for the degeneracy of the genetic 
code, hybridizes under highly stringent conditions over substantially the entire length of 
polynucleotide sequence (a) or (b); and 
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(d) a polynucleotide sequence comprising all or a nucleotide 



(b),or(c); . 

wherein (c) or\(d) encodes a polypeptide having 
amino acid sequence comprising at least one of: 



fragment of (a), 
a non naturally-occurring 

jquence comprising at least one of: 
Gly at position 2; Thr at position 4; Arg at position 5; Gly at position 8; Pro 
at position 12; Met at position ^5; Cys at position 27; Pro at position 29; Leu at position 31; 
Arg at position 40; Leu at position 52; His at position 65; Ser at position 78; Asp at position 
80; Tyr at position 87; Lys at position 120; Asp at position 122; Lys at position 129; Met at 
position 135; Phe at position 15a Be at position 160; Ala at position 164; His at position 
172; Phe at position 174; Leu at position 176; Asn at position 178; Asn at position 186; Glu 
at position 194; Gly at position 19.6; Thr at position 199; Ala at position 210; His at position 
212; Arg at position 219; Pro at position 234; Asn at position 241; Leu at position 244; Thr 
at position 250; Ala at position 254; Tyr at position 265; Arg at position 266; Glu at 
position 273; Lys at position 275; Ser at position 276; an amino acid deletion at position 
276; and Thr at position 279, wherein the number of the amino acid position corresponds to 
that of the human B7-1 amino acid sequence (£EQ ID NO:278), and wherein said 
polypeptide has a CTLA-4/CD28 binding affinity ratio about equal to or greater than the 
CTLA-4/CD28 binding affinity ratiov&fnui lan B7-1 and/or an ability to induce a T cell 

ilal tc or greater than that induced by human B7-1. 

129. An isolated or recombinant nucleic acid comprising a polynucleotide 
sequence selected from: \ 

(a) a polynucleotide sequence selected from SEQ ID NOS:253-262, or a 
complementary polynucleotide sequence thereof; 

(b) a polynucleotide sequence encoding a polypeptide selected from SEQ ID 
NOS:263-272, or a complementary polynucleotide sequence thereof; 

(c) a polynucleotide sequence which, but for the degeneracy of the genetic 
code, hybridizes under highly stringent conditions over substantially the entire length of 
polynucleotide sequence (a) or (b) and encode^ a polypeptide having a non naturally- 
occurring sequence; and 

(d) a polynucleotide sequence cdmprising all or a nucleotide fragment of (a), 
(b), or (c), wherein the fragment encodes a polypeptide having (i) a non naturally-occurring 



proliferation response that is aboutj 
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sequence and (ii) a CTLA-4/CD28 binding affinity ratio about equal to or greater than the 
CTLA-4/CD28 binding affinity ratio ofl human B7-1. 

130. An isolated or recombinant nucleic acid comprising a polynucleotide 
sequence encoding a polypeptide, the encoded polypeptide comprising an amino acid 
sequence which is substantially identical over at least about 150 contiguous amino acid 
residues of any one of SEQ ED NOS:69-92, 222-247, 263-272, and 286-289. 

131. The nucleic acid of ilaim 44, wherein the encoded polypeptide is 
substantially identical over at least about 2^0 contiguous amino acid residues of any one of 
SEQ ID NOS:69-92, 222-247, 263-272, anl 286-289. 

132. An isolated or recombinant nucleic acid comprising a nucleotide 

sequence coding for a polypeptide comprising the amino acid sequence set forth in any of 

SEQ ID NOS:69-92, 222-247, 263-272, and 286-289, or a subsequence thereof, wherein the 

subsequence comprises at least one of: the signal peptide sequence of said polypeptide, the 

extracellular domain of said polypeptide, the transmembrane domain of said polypeptide, 

and the cytoplasmic domain of said polypepticleXn^ ^Herein the amino acid sequence or 

i / 

subsequence is a non naturally-occurring amino apip sequence. 



133. The nucleic acid of claim! 1$8, 129, 130, or 132, wherein the 
polypeptide has a CTLA-4/CD28 binding affinity ratio about equal to or greater than the 
CTLA-4/CD28 binding affinity ratio of human bW. 



of claim 1j28, 129, 130, 



134. The nucleic acid of claim 158, 129, 130, or 132, wherein the 

i 

polypeptide has either a same binding affinity or a^i enhanced binding affinity for CD28 as 
compared to a binding affinity of a wild type co-stiVnulatory molecule for CD28. 



135. The nucleic acid of claim 128, 129, 130, or 132, wherein the encoded 
polypeptide has a decreased or a lowered binding affinity for CTLA-4 as compared to a 
binding affinity of a wild type co-stimulatory molec ale for CTLA-4. 
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136. The r^icleic acid of claim 128, 129, 130, or 132, wherein the encoded 
polypeptide inhibits T-cell proliferation or T-cell activation or both T-cell proliferation and 



T-cell activation. 



5 137. The nucleic acid of claim 128, 129, 130, or 132, wherein the encoded 

polypeptide modulates T-cell activation, but does not induce proliferation of purified T-cells 
activated by soluble anti-CD3 mAbs 

138. The nucleic acid k claim 128, 129, 130, or 132, wherein the nucleic 
10 acid encodes a fusion protein comprisingW least one additional amino acid sequence. 



Li 



139. The nucleic acid of claim 138, wherein the at least one additional 
amino acid sequence comprises at least one Ig polypeptide. 



i y 

ry 
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140. The nucleic acid of claim 139, wherein the at least one Ig polypeptide 



comprises a human IgG polypeptide comprisi 
domain. 



*c hinge, a CH2 domain, and a CH3 



141. The nucleic acid ofi^aim^l 28, 129, 130, or 132, wherein the encoded 
polypeptide comprises a signal peptide sequence. V 

\ 

142. The nucleic acid of claim 128v 129, 130, or 132, wherein the encoded 



polypeptide comprises a precursor peptide. 



\ 



\ 



143. The nucleic acid of claim 128, 129, 130, or 132, wherein the encoded 
polypeptide comprises an epitope tag sequence. 



144. A cell comprising the nucleic acid of claim 128, 129, 130, or 132. 

30 145. The cell of claim 144, wherein the ceF| expresses a polypeptide 

encoded by the nucleic acid. 
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146. A vector comprising the nucleic acid of claim 128, 129, 130, 132, 



133, or 136. 



147. The vector of claim 146, wherein the vector comprises a plasmid, a 

5 cosmid, a phage, a virus, a virus-like particle, or a fragment of a virus. 

\ 
\ 

148. The vecto* of claim 146, wherein the vector is an expression vector. 

149. The expression vector of claim 148, wherein the nucleic acid is 
M: 10 operably linked to a promoter. 



15 



150. The expressiom vector of claim 149, further comprising a 
polynucleotide sequence encoding at lfcast one Ig polypeptide or fragment thereof. 

151. The expression ^ejctoi of^rlaim 150, wherein the at least one Ig 



polypeptide is a human IgG polypeptid 
domain. 



20 promoter. 



sequence. 




rising an Fc hinge, a CH2 domain, and a CH3 



152. The expression vectonof claim 150, wherein the promoter is a CMV 



153. The expression vector of claim 150, further comprising a BGH polyA 



154. A host cell comprising the vector of claim 146. 



25 



155. A composition comprising the ipucleic acid of claim 128, 129, 130, or 
132, and an excipient. 

30 156. The composition of claim 155, wfterein the excipient is a 

pharmaceutical^ acceptable excipient. 
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157. A composition of matter comprising at least one nucleic acid of claim 
128, 129, 130, 132, 133, or 136. 



158. The composition of claim 157, wherein the composition comprises a 

5 library comprising at least about 2, 5, 10, 50 or more nucleic acids. 

V 

159. A composition produced by cleaving at least one nucleic acid of 
claim 128, 129, 130, or 132. 

\ 

10 160. The composition of claim 159, wherein the cleaving comprises 

mechanical, chemical, or enzymatic cleavage. 



161. The composition of claim 160, wherein the enzymatic cleavage 
comprises cleavage with a restriction enc^nuclease, an RNAse, or a DNAse. 
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162. A composition prdMbed>by a process comprising incubating at least 
one nucleic acid of claim 128, 129, 130, )r^p2 in the presence of deoxyribonucleotide 
triphosphates and a nucleic acid polymerise. 

20 163. The composition of claii^j 162, wherein the nucleic acid polymerase 

is a thermostable polymerase. 

164. An isolated or recombinant Nuclei c acid encoding a polypeptide that 
has a CTLA-4/CD28 binding affinity ratio about equal to or greater than the CTLA-4/CD28 

25 binding affinity ratio of human B7-1, produced by nutating or recombining at least one 
nucleic acid of claim 128, 129, 130, or 132. \ 

165. An isolated or recombinant polypeptide comprising an amino acid 
sequence according to the formula: \ 

30 MGHTMKWGSLPPKRPCLWI^QLLVIJTGLFYFCSGITPK 
SVTKRVKETVM-X50-SCDY-X55-X56-^ 

AILPGKVQVWPEYKNRTITD MNDNPRIVILALRLSD-W 1 1 3-GT YTC V-X 1 20-QK- 
X123-X124-X125-X126-G-X128-X129-X130-X131-EHL-^135-SV-X138-L-X140- 
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IRADFPVPSITDIGHPAPNVK RIRCSASG-X170-FPEPRLAWMEDGEEL NAVNTTV- 
X 1 93-X 1 94-X 195-LDTELYS VSSELD-X209-N-X2 1 1 - 
TNNHS IVCLQuYGELS VS QIFPWS KPK QEPPIDQLPFWVI-X252-X253- 
VSGALVLTAVVLYCLACRHVAR (SEQ ID NO:290), or a subsequence thereof 
comprising the extracellular domain, 

wherein position X50 is Leu or Pro; position X55 is Asn or Ser; position X56 
is Ala or Thr; position XI 13 is Ser or Lys; position X120 is He or Val; position X123 is Pro 
or deleted; position Xr24 is Val, Asn, or Asp; position X125 is Leu or Glu; position X126 
is Lys or Asn; position X128 is Ala or Ser; position X129 is Tyr or Phe; position X130 is 
Lys or Arg; position X13U is Leu or Arg; position X135 is Ala or Thr; position X138 is 
Arg or Thr; position X14CA is Met or Ser; position X170 is Asp or Gly; position X193 is 
Asp or is deleted; position X194 is Gin or is deleted; position X195 is Asp or is deleted; 
position X211 is Val or AlaAposition X252 is lie or Val; and position X253 is Leu or Pro. 
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166. The isomted or recombinant polypeptide of claim 165, which 
polypeptide comprises an amino acid sequence of any one of SEQ ID NOS:59, 62, 180, 
184, 188, 195, 196, 200, 201, 204, 2$ 1,%L3, 219, and 291. 



xombinant polypeptide comprising an amino acid 



167. An isolate^ 
sequence according to the formi 

MGHTMK WG-XP-LPff KRPCLWLS QLL VLTGLF YFC S G-X3 5 - 
TPKSVTKRV KETVMLSCDY-X55-TSTEELTSLRIYWQKI)SKMVLAILPGKVQVW 
PE YKNRTITDMNDNPRIVILALR-X 1 l\)-SDSGT YTC VIQKP-X 1 24-LKG A YKLEHL- 
X135-SVRLMIRADFPVPTINDLGNPSpklRRLICSTSGGFPRP 
ELNATNTT-X 1 92-SQDPETKL YMIS SEL^)FN-X2 1 1 -TSN-X2 1 5-X2 1 6-X2 17- 
LCLVKYGDLTVSQ-X23 1 -F YWQES KPTPSANQHLT WTIIIP VS AFGIS VII A VI 
LTCLTCRNAAIRRQRRENEV-X288-M-X29VSCSQSP (SEQ ID NO:292), or a 
subsequence thereof comprising the extracellulandomain, 

wherein position X9 is Thr or Ser; position X35 is He or Thr; position X55 is 
Asn or Ser; position XI 10 is Leu or Pro; position x\.24 is Asp or Val; position X135 is Thr 
or Ala; position X183 is Lys or Glu; position X192 i\ Leu or Val; position X21 1 is Met or 
Thr; position X215 is His or is deleted; position X21&is Ser or is deleted; position X217 is 
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Phe or is deleted; position X231 is Thr or Ser; position X288 is Lys or Glu; position X290 is 
Glu or Gin, and wherein said sequence is a non naturally-occurring sequence. 

168. The\solated or recombinant polypeptide of claim 167, which 
polypeptide comprises an amino acid sequence of any one of SEQ ID NOS:48, 182, 183, 
212, 214, 216, 218, 221, andW. 



\ 

\ 



169. An isolated or recombinant polypeptide comprising the sequence SEQ 
ID NO:93, SEQ ID NO:94, or a^subsequence thereof, wherein the subsequence comprises at 

10 least one of: the signal peptide of Wid polypeptide, the extracellular domain of said 

polypeptide, the transmembrane domain of said polypeptide, and the cytoplasmic domain of 
said polypeptide. 

170. An isolated or recombinant nucleic acid comprising a polynucleotide 
15 sequence selected from: \ 

(a) a polynucleotide seqiencee selected from SEQ ED NO:46, SEQ ID NO:47, 
or a complementary polynucleotide sequence tjaereof ; 

(b) a polynucleotide sequfehcdiencoding a polypeptide selected from SEQ ID 
NO:93, SEQ ID NO:94, or a complementary polynucleotide sequence thereof; 

20 (c) a polynucleotide sequence encoding a subsequence of a polypeptide 

selected from SEQ ID NO:93, SEQ ID NO:9V, or a complementary polynucleotide 
sequence thereof, wherein the subsequence comprises at least one of: the signal peptide of 
said polypeptide, the extracellular domain of said polypeptide, the transmembrane domain 



of said polypeptide, and the cytoplasmic domainW said polypeptide. 



171. A polypeptide which is specifically bound by a polyclonal antisera 



raised against at least one antigen, the at least one antigen comprising the sequence SEQ ID 
NOS:48-94, 174-252, 263-272, 283-293, or a fragmem thereof, wherein the antisera is 
subtracted with a polypeptide encoded by one or moreV>f GenBank Nucleotide Accession 
30 Nos: A92749, A92750, AA983817, AB026121, AB03oW, AB030651, AB038153, 
AF010465, AF065893, AF065894, AF065895, AF0658W AF079519, AF106824, 
AF106825, AF106828, AF106829, AF106830, AF10683\, AF106832, AF106833, 
AF106834, AF203442, AF203443, AF216747, AF257653\ AH004645, AH008762, 
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AX000904, AX000905, D49841 L12586, L12587, M27533, M83073, M83074, M83075, 
M83077, NM005191, S74541, S 74540, S74695, S74696, U05593, U10925, U19833, 
U19840, U26832, U33063, U33208, U57755, U88622, X60958, Y08823, and Y09950. 

172. An antibody or antisera produced by administering the polypeptide of 
claim 1, 80, 101, or 169 to a mammal, which antibody or antisera specifically binds at least 
one antigen, the at least one antigen comprising a polypeptide comprising one or more of 
the amino acid sequences SEQ ID NOS:48-94, 174-252, 263-272, and 283-293, which 
antibody or antisera does not specifically bind to a polypeptide encoded by one or more of 
GenBank Nucleotide Accession NoS: A92749, A92750, AA983817, AB026121, 
AB030650, AB030651, AB038153,\aF010465, AF065893, AF065894, AF065895, 
AF065896, AF079519, AF106824, AF106825, AF106828, AF106829, AF106830, 
AF106831, AF106832, AF106833, a\f106834 AF203442, AF203443, AF216747, 

, /ixQ00904, 



AF257653, AH004645, AH008762 
M27533, M83073, M83074, M83075, 
S74696, U05593, U10925, U19833, Ul\£& 
X60958, Y08823, and Y09950. . 



$3077 




0905, D49843, L12586, L12587, 
005191, S74541, S74540, S74695, 



J26832, U33063, U33208, U57755, U88622, 



173. An antibody or antisera which specifically binds a polypeptide, the 
polypeptide comprising an amino acid sequence selected from: SEQ ID NOS:48-94, 174- 
252, 263-272, and 283-293, wherein the antibody or antisera does not specifically bind to a 
polypeptide encoded by one or more of GenBank Nucleotide Accession Nos: A92749, 
A92750, AA983817, AB026121, AB030650\AB030651, AB038153, AF010465, 
AF065893, AF065894, AF065895, AF06589& AF079519, AF106824, AF106825, 
AF106828, AF106829, AF106830, AF106831AAF106832, AF106833, AF106834, 
AF203442, AF203443, AF216747, AF257653, AH004645, AH008762, AX000904, 
AX000905, D49843, L12586, L12587, M27533AM83073, M83074, M83075, M83077, 
NM005191, S74541, S74540, S74695, S74696, U05593, U10925, U19833, U19840, 
U26832, U33063, U33208, U57755, U88622, X60958, Y08823, and Y09950. 

174. A method of producing a polypeptide, the method comprising: 
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(a) introducing into a population of cells a nucleic acid of claim 43, 46, 128, 
129, 132, or 170, theViucleic acid operatively linked to a regulatory sequence effective to 
produce the encoded polypeptide; 

(b) cultufing the cells in a culture medium to produce the polypeptide; and 
5 (c) isolating the polypeptide from the cells or from the culture medium. 

175. A method of producing a polypeptide, the method comprising 

(a) introducing^into a population of cells a recombinant expression vector 
comprising the nucleic acid of fclaim 43, 46, 128, 129, 132, or 170; 

10 (b) culturing the cells in a culture medium to produce the polypeptide 

encoded by the expression vector**, and 

(c) isolating the polypeptide from the cells or from the culture medium. 

176. A method of producing a polypeptide, the method comprising: 

15 (a) introducing into a population of cells a recombinant expression vector 

comprising the nucleic acid of claim 43, 4& 128, 129^132, or 170; 

(b) administering the expffesstonA^ector into a mammal; and 

(c) isolating the polypepttd^rnom the mammal or from a byproduct of the 



20 



mammal. 



177. A method of inducing T-cell proliferation, the method comprising: 
contacting a population of Tcells with a polypeptide of claim 1, 80, 101, or 169, thereby 
inducing proliferation of the T cells. 

25 178. A method of inhibiting T-c^ll proliferation, the method comprising: 

contacting a population of T cells with a polypeptide of claim 1, 80, 101, or 169, thereby 
inhibiting proliferation of the T cells. 

179. A method of modifying T-cell proliferation, the method comprising: 
30 contacting a population of T cells with a polypeptide of claim 1, 80, 101, or 169, thereby 
modifying proliferation of the T cells. 
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180. \ A method of modifying T-cell activation, the method comprising: 
contacting a population of T cells with a polypeptide of claim 1, 80, 101, or 169, thereby 
modifying activation or the T cells. 

5 181. Th\ method of claim 177, 178, 179, or 180 wherein the T cells are in 

culture. 

182. A method of treating an autoimmune disorder or medical condition in 
a subject, the method comprising: administering to the subject an effective amount of the 
10 polypeptide of claim 1, 80, 101,\)r 169. 



I okt 



183. A method ontreating an autoimmune disorder or medical condition in 
a subject, the method comprising: aoministering to the subject an effective amount of an 
expression vector comprising the nucleief acid of clpkfi 43, 46, 128, 129, 132, or 170 
15 184. The method of/^iairq JJ&2f, wherein the autoimmune disorder or 

medical condition is selected from ttip jntfub comprising: multiple sclerosis, rheumatoid 
arthritis, lupus erythematosus, psoi^^is, anqL type I diabetes. 

185. The method of claim u 82, wherein the medical condition comprises 
20 an allogeneic or xenogeneic graft or transplant. 

186. A method of treating a medical disorder in a subject, the method 
comprising: administering to the subject an effective amount of the polypeptide of claim 1, 
80, 101, or 169. 

25 

187. The method of claim 186, wherein the medical disorder comprises: 
cancer, viral infection (e.g. HIV), or bacterial infectior 

188. In a method of treating a disorder Weatable by administration of a co- 
30 stimulatory molecule to a subject, an improved method comprising: administering to the 

subject an effective amount of the polypeptide of claim 1, 80, 101, or 169. 
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189. The method of claim 188, wherein the disorder treatable by 
administration of a co-stimulatory molecule is selected from the group comprising: 
sclerosis, rheumatoid arthritis, lupus erythematosus, psoriasis, type I diabetes, allogeneic 
grafts, xenogeneic grafts, cancer, viral infection, and bacterial infection. 

190. A method of recombination, the method comprising recursively 
recombining one or more nucleic acids of claim 43, 46, 128, 129, 132, or 170, with at least 
one additional nucleic acid. 



10 191. The method of claim 190, wherein the at least one additional nucleic 

acid encodes a co-stimulatory horAologue or subsequence thereof. 



30 



V 



192. The method of claim 190, wherein the recursive recombination 

\ 

produces at least one library of recombinant co-stimulatory homologue nucleic acids. 

15 S f\ / 

193. A nucleic acid library jDptfauced by the method of claim 192. 

194. A population^ the library of claim 193. 

20 195. A recombinant co-stiiijulatory homologue nucleic acid produced by 

the method of claim 191. 

196. A cell comprising the nucWc acid of claim 195. 

\ 

25 197. The method of claim 190, wherein the recursive recombination is 

performed in vitro. \ 

\ 

198. The method of claim 190, wherein the recursive recombination is 
performed in vivo. 



\ 
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199. A method of producing a modified dp-stimulatory nucleic acid 
homologue comprising mutating a nucleic acid of claim 43,U6, 128, 129, 132, or 170. 
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200. 1ftie modified co-stimulatory homologue nucleic acid homologue 
produced by the methodW claim 199. 



201 . A computer or computer readable medium comprising a database 
comprising a sequence record comprising one or more character strings corresponding to a 
nucleic acid or polypeptide\sequence selected from SEQ ID NOS: 1-272 and 283-293. 



202. An integrated system comprising a computer or computer readable 
medium comprising a database comprising one or more sequence records, each of said one 
10 or more sequence records comprising one or more character strings corresponding to a 
nucleic acid or polypeptide sequence selected from SEQ ID NOS: 1-272 and 283-293, the 
integrated system further comprising a user input interface allowing a user to selectively 
view one or more sequence records. 



\ 



15 203. The integrated system of claijri 202, the computer or computer 

readable medium comprising an alighment ihstalction set which aligns the one or more 

character strings with one or more adc^ion^fcharacter strings corresponding to a nucleic 

ll\ 

acid or polypeptide sequence. 

20 204. The integrated systeiAof claim 203, wherein the instruction set 

comprises one or more of: a local homology comparison determination, a homology 
alignment determination, a search for similarity determination, and a BLAST determination. 



205. The integrated system ot claim 203, further comprising a user 

25 readable output element which displays an alignment produced by the alignment instruction 
set. 

206. The integrated system of claim 202, the computer or computer 
readable medium further comprising an instruction set which translates one or more nucleic 

30 acid sequences, each of said one or more nucleic acid\equences comprising a sequence 
selected from SEQ ID NOS: 1-47, 95-173, and 253-26^ into an amino acid sequence. 



339 



207. The integrated system of claim 202, the computer or computer 
readable medium further comprising an instruction set for reverse-translating at least one 
amino acid sequence comprising a sequence selected from SEQ ID NOS:48-94, 174-252, 
263-272, and 283-293, into a nucleic acid sequence. 

5 \ 

208. The integrated system of claim 207, wherein the instruction set 
selects the nucleic acid sequencelby applying a codon usage instruction set or an instruction 
set which determines sequence identity to a test nucleic acid sequence. 

10 209. A method of using a computer system to present information 

pertaining to at least one of a plurality of sequence records stored in a database, said 
sequence records each comprising one or more character strings corresponding to SEQ ID 
NOS: 1-272 and 283-293, the metho^ contorisin^: 

(a) determining a list M onfep^more character strings corresponding to one 
15 or more of SEQ ID NOS: 1-272 andGR3^293, or a subsequence thereof; 

(b) determining wljitth character strings of said list are selected by a user; and 

(c) displaying the selected character strings, or aligning the selected character 
strings with an additional character string. 

20 210. The method of claim 209, further comprising displaying an alignment 

of the selected character string with the additional character string. 

211. The method of claim 209, further comprising displaying the list. 

25 212. A nucleic acid which tomprises a unique subsequence in a nucleic 

acid selected from SEQ ID NOS: 1-47, 95-173, and 253-262, wherein the unique 
subsequence is unique as compared to a nucleic acid corresponding to any of GenBank 
Nucleotide Accession No.: A92749, A92750,Ua983817, AB026121, AB030650, 
AB030651, AB038153, AF010465, AF06589B, AF065894, AF065895, AF065896, 

30 AF079519, AF106824, AF106825, AF106828,\AF106829, AF106830, AF106831, 
AF106832, AF106833, AF106834, AF203442,IAF203443, AF216747, AF257653, 
AH004645, AH008762, AX000904, AX000905L D49843, L12586, L12587, M27533, 
M83073, M83074, M83075, M83077, NM005191, S74541, S74540, S74695, S74696, 

340 
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U05593, U10926, U19833, U19840, U26832, U33063, U33208, U57755, U88622, X60958, 
Y08823, and Y09950. 

213.\ A polypeptide which comprises a unique subsequence in a 
polypeptide selectedVrom: SEQ ID NOS:48-94, 174-252, 263-272, and 283-293, wherein 
the unique subsequence is unique as compared to a polypeptide encoded by any of GenBank 
Nucleotide Accession Nos: A92749, A92750, AA983817, AB026121, AB030650, 
AB030651, AB038153, AF010465, AF065893, AF065894, AF065895, AF065896, 
AF079519, AF106824, AF106825, AF106828, AF106829, AF106830, AF106831, 
AF106832, AF106833, AF106834, AF203442, AF203443, AF216747, AF257653, 
AH004645, AH008762, AX000904, AX000905, D49843, L12586, L12587, M27533, 
M83073, M83074, M83075, M83077, NM005191, S74541, S74540, S74695, S74696, 
U05593, U10925, U19833, U119840, U26832/U33063, U33208, U57755, U88622, X60958, 
Y08823, and Y09950. 



214. A target n 
code, hybridizes under stringen 



acid which, but for the degeneracy of the genetic 
diiions to a unique coding oligonucleotide which 
encodes a unique subsequence jji a polypeptide selected from: SEQ ID NOS:48-94, 174- 
252, 263-272, and 283-293, wherein Vhe unique subsequence is unique as compared to a 
polypeptide encoded by any of GenBank Nucleotide Accession No.: A92749, A92750, 
AA983817, AB026121, AB030650, AB030651, AB038153, AF010465, AF065893, 
AF065894, AF065895, AF065896, AF079519, AF106824, AF106825, AF106828, 
AF106829, AF106830, AF106831, AF106832, AF106833, AF106834, AF203442, 
AF203443, AF216747, AF257653, AH004645, AH008762, AX000904, AX000905, 
D49843, L12586, L12587, M27533, M8307\3, M83074, M83075, M83077, NM005191, 
S74541, S74540, S74695, S74696, U05593, U10925, U19833, U19840, U26832, U33063, 
U33208, U57755, U88622, X60958, Y08823,\nd Y09950. 



215. The nucleic acid of claim 214, wherein the stringent conditions are 
30 selected such that a perfectly complementary oligonucleotide to the coding oligonucleotide 
hybridizes to the coding oligonucleotide with at leasts about a 5x higher signal to noise ratio 
than for hybridization of the perfectly complementamoligonucleotide to a control nucleic 
acid corresponding to any of GenBank Nucleotide Accession No.: A92749, A92750, 
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AA983817, AB026121,YiB030650, AB030651, AB038153, AF010465, AF065893, 
AF065894, AF065895, a(F065896, AF079519, AF106824, AF106825, AF106828, 
AF106829, AF106830, A^h^-M, \F106832, AF106833 AF106834, \F203442 
AF203443, AF216747, AF557653, AH004645, AH008762, AX000904, AX000905, 
D49843, L12586, L12587, M27533, M83073, M83074, M83075, M83077, NM005191, 
S74541, S74540, S74695, S74696, U05593, U10925, U19833, U19840, U26832, U33063, 
U33208, U57755, U88622, X60958, Y08823, and Y09950, wherein the target nucleic acid 
hybridizes to the unique codingyoligonucleotide with at least about a 2x higher signal to 
noise ratio as compared to hybridization of the control nucleic acid to the coding 
oligonucleotide. 



15 
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216. A method of therapeutic or prophylactic treatment of a disease or 
disorder in a subject in need of such treatment, comprising: administering to the subject at 
least one polypeptide of claim 1, 80, 101^T169 or at least one nucleic acid of claim 43, 46, 
128, 129, 132, or 170, and at least on^immun Dgen specific for said disease or disorder, 



wherein the combined amount of th/ai 



polypeptide or at least one nucleic acid and 
the at least one immunogen is effectivi tojbfo^hylactically or therapeutically treat said 
disease or disorder. 

V 

217. The method of claim 216, wherein the at least one polypeptide or 
nucleic acid is present in an amount sufficient to enhance, diminish, modulate or modify an 
immune response induced by the at least one immunogen. 



218. The method of claim 216, wherein a composition comprising the at 
25 least one polypeptide or nucleic acid, the immunogen, and a pharmaceutical^ acceptable 
excipient is administered to the subject in an amounf effective to treat said disease or 
disorder. 



30 



219. The method of claim 216, wherein the subject is a mammal. 



220. The method of claim 219, wherein the mammal is a human. 
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221. The method pf claim 216, wherein the polypeptide is administered in 
vivo to the subject. 

222. The method oft claim 216, wherein the polypeptide is administered in 
5 vitro or ex vivo to one or more cells the subject. 

223. A method of modulating an immune response in a subject, 
comprising: administering to the subjec^ a polynucleotide comprising a nucleic acid 
sequence of claim 43, 46, 128, 129, 132, ; ^or 170, operably linked to a promoter sequence 

10 that controls the expression of said nuclei^ acid sequence, said polynucleotide being present 
in an amount sufficient that uptake of said polynucleotide into one or more cells of the 
subject occurs and sufficient expression ofisaid nucleic acid sequence results to produce an 
amount of a polypeptide effective to modpratean immune response. 
\2 224. The method of c^in^2^1 further comprising administering to the 

=P 15 subject an antigen specific for the disease^pisWer, wherein the polynucleotide is 
M= administered to the subject in an amount) suffi£ie\t to modulate the immune response 

^ induced in the subject by the antigen. 

p 225. The method of claim 223\ wherein the polynucleotide further 

20 comprises a nucleotide sequence encoding for amantigen. 

226. The method of claim 223, wherein the polynucleotide further 
comprises at least one additional nucleotide sequence encoding a cytokine, adjuvant, co- 
stimulatory molecule, or at least one additional nucleotide sequence comprising a promoter. 
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227. The method of claim 223, wherein the subject is a mammal. 

228. The method of claim 227, wherein the mammal is a human. 



30 229. The method of claim 223, wherein Vaid polynucleotide comprises a 

vector. \ 
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230. \ A method of treating a disease or disorder in a subject in need of such 
treatment, comprising: administering to the subject at least one polypeptide of claim 1, 80, 
101, or 169 or at leasAone nucleic acid of claim 43, 46, 128, 129, 132, or 170 in an amount 
effective to treat said disease or disorder. 

5 \ 

231. A\method of therapeutic or prophylactic treatment of a disease or 
disorder in a subject in need of such treatment, comprising: administering to the subject a 
polypeptide of claim 32 or 1 17 and an immunogen specific for said disease or disorder, 
wherein the combined amount of polypeptide and immunogen is effective to 

10 prophylactically or therapeutically treat said disease or disorder. 

232. The method of claim 231, wherein the polypeptide is present in an 
amount sufficient to enhance J^imimlph or modify an immune response induced by the 
immunogen. 



15 



233. The methoj3 / pf claim 231, wherein a composition comprising the 
polypeptide, the immunogenL^nd a pharmaceutical^ acceptable excipient is administered to 
the subject in an amount effective to treat the disease or disorder. 



20 234. The method of claim 231, wherein the subject is a mammal. 

\ 

235. The method of ckkm 234, wherein the mammal is a human. 



236. The method of claim\231, wherein the polypeptide is administered in 
25 vivo to the subject. 

237. The method of claim 23\, wherein the polypeptide is administered in 

30 238. A method of treating a disease or disorder in a subject in need of such 

treatment, comprising: administering to the subjectV polypeptide of claim 58 in an amount 
effective to treat the disease or disorder. 
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239. l The isolated or recombinant polypeptide of claim 165, comprising 
three or more of: 

Leu at position X50; Asn at position X55; Ala at position X56; Ser at 
position XI 13; He at position X120; Pro at position X123; Val at position X124; Leu at 
5 position X125; Lys at position X126; Ala at position X128; Tyr at position X129; Lys at 
position X130; Leu at position X131; Ala at position X135; Arg at position X138; Met at 
position X140; Asp at position X170; Asp at position X193; Asp at position X194; Asp at 
position X195; Val at position X211; He at position X252; and Leu at position X253. 

10 240. The isolated or recombinant polypeptide of claim 167, comprising three 

or more of: 

Thr at positioilX9; lie at position X35; Asn at position X55; Leu at position 
XI 10; Asp at position X124; r h\r at position X135; Lys at position X183; Leu at position 
X192; Met at position X21 1; His at position X215; Ser at position X216; Phe at position 
15 X217; Thr at position X231; Ly&at position X288; and Glu at position X290. 

241. A method of modulating or altering a T-cell response specific to an 
antigen in a subject, the method compnsingia^rtiinistering to the subject at least one 
polynucleotide sequence encoding a polypeptide comprising any of SEQ ID NOS:48-94, 
174-252, 263-272 and 283-293 or fragment thereof, and a polynucleotide sequence 

20 encoding the antigen or antigenic fra^ient thereof, wherein each of the at least one 

polynucleotide sequences is expressed m the subject in an amount effective to modulate or 
alter a T cell response. \ 

242. The method of claim 241, wherein the at least one polynucleotide 
sequence encoding a polypeptide comprises a polynucleotide sequence selected from any of 

25 SEQ ID NOS:l-47, 95-173, and 253-262. \ 

243. The method of claim 241, wherein the polypeptide or fragment 
thereof interacts with or binds a T cell surface receptor. 

244. The method of claim 24l\wherein the T-cell response is enhanced. 

245. The method of claim 244, wherein the enhanced T cell response is 
30 sufficient to eliminate cells bearing the antigen or antigenic fragment thereof. 

246. The method of claim 241, wh\rein the T-cell response is suppressed 

or inhibited. 



\ 
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247. Tlk method of claim 241, wherein the antigen or antigenic fragment 
thereof is an antigen or antigenic fragment thereof of an infectious agent or a cancer. 

248. The\method of claim 244, wherein the polypeptide comprises SEQ 
ID NO:66 or the extracellular domain amino acid sequence thereof. 

5 249. The method of claim 245, wherein the polypeptide comprises SEQ 

ID NO: 86 or the extracellulandomain amino acid sequence thereof. 

250. The meflhod of claim 244, wherein the at least one polynucleotide 
sequence encoding a NCSM polypeptide or fragment thereof is operably linked to a 
promoter in a first vector. \ 
10 25 1 . The method of claim 250, wherein the at least one polynucleotide 

sequence encoding the antigen or\antigenic fragment thereof is operably linked to a 
promoter in the first vector. \ 

252. The method of claim 250, wherein the at least one polynucleotide 
sequence encoding the antigen or ai^genic^fragment thereof is operably linked to a 

15 promoter in the a second vector. 

253. A vector com$dsinj£ at least one polynucleotide sequence encoding a 



OS:48-94, 174-252, 263-272 and 283-293 or 



polypeptide comprising any of SECpD N< 

fragment thereof, and a polynucleotide^ quence encoding the antigen or antigenic fragment 



thereof, wherein the polypeptide or fragment thereof interacts with or binds to a T cell 
20 receptor when expressed in a subject, an^ wherein each of the at least one polynucleotide 
sequences is operably linked to a promoter for expression in the subject and is present in an 
amount sufficient that when expressed is effective to modulate or alter a T cell response. 

254. The vector of claim 253, wherein the at least one polynucleotide 
sequence encoding a polypeptide comprises^ polynucleotide sequence of any of SEQ ED 

25 NOS: 1-47, 95-173, and 253-262. 

255. The vector of claim 253, wherein each of the at least one 
polynucleotide sequences is expressed in the subject in an amount effective to enhance a T 
cell response such that cells expressing the antigen or antigenic fragment thereof are 
eliminated. 

30 256. The vector of claim 253, therein each of the at least one 

polynucleotide sequences is expressed in the subject in an amount effective to inhibit a T 
cell response. 



346 



15 



257. I A vector comprising at least one polynucleotide sequence encoding a 
polypeptide comprisiig any of SEQ ID NOS:48-94, 174-252, 263-272 and 283-293 or 
fragment thereof, wherein the polypeptide or fragment thereof interacts with or binds to a T 
cell receptor when expressed in a subject, wherein the at least one polynucleotide sequence 
is operably linked to a promoter for expression in the subject and is present in an amount 
sufficient that when expressed is effective to modulate or alter a T cell response. 

258. A method of modulating or altering an immune response in a subject, 
the method comprising introducing into cells of a tumor of the subject at least one 
polynucleotide sequence encoding a polypeptide comprising any of SEQ ID NOS:48-94, 

10 174-252, 263-272 and 283-293 or fragment thereof, wherein the polypeptide or fragment 
thereof interacts with or binck to a T cell receptor when expressed in a subject, and wherein 
the at least one polynucleotide sequence is operably linked to a promoter for expression in 
the subject and is present in an amount sufficient that when expressed is effective to 
modulate or alter a T cell response. 

259. An isolatec^or recombinant polypeptide comprising an amino acid 
sequence corresponding to an e&tracfellijM domain, wherein said amino acid sequence has 
at least about 92% amino acid^seqp^nce identity to the amino acid sequence corresponding 
to the extrai ellulai domain o>SEQlID NO:66, and wherein said polypeptide has a 
CD28/CTLA-4 binding affinity rat^ greater than the CD28/CTLA-4 binding affinity ratio 

20 of human B7-1. \ 
260. 

comprising at least one further amin6 acid sequence corresponding to a signal peptide. 

261. The isolated onrecombinant polypeptide of claim 260, further 
comprising at least one further amino acid sequence corresponding to a transmembrane 

25 domain or a cytoplasmic domain. \ 

262. The isolated or recombinant polypeptide of claim 259, wherein said 
extracellular domain amino acid sequent has at least about 95% amino acid sequence 
identity to an extracellular domain amino acid sequence of SEQ ID NO:66, and wherein 
said polypeptide has a CD28/CTLA-4 bindmg affinity ratio greater than the CD28/CTLA-4 

30 binding affinity ratio of human B7-1, and/oAan ability to induce a T cell proliferation 

response at least about equal to or greater thab the T cell proliferation response induced by 
human B7-1. 



The isolated or recombinant polypeptide of claim 259, further 
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263. \ An isolated or recombinant nucleic acid comprising a nucleotide 
sequence selected froVn the group of: 

(a) a nucleotide sequence that encodes an extracellular domain (ECD), said 
nucleotide sequence comprising an ECD coding subsequence of a polynucleotide sequence 
selected from the group \f SEQ ID NOS:l-21 and 95-142, or a complementary nucleotide 
sequence thereof; 

(b) a nucleoside sequence encoding an ECD, said ECD comprising an amino 
acid subsequence of a polypeptide sequence selected from the group of SEQ ID NOS:48-68, 
174-221, 283-285, and 290-293, or a complementary nucleotide sequence thereof; and 

(c) a nucleotide sequence that, but for the degeneracy of the genetic code, 
hybridizes under at least stringent conditions over substantially the entire length of 
polynucleotide sequence (a) orVb), wherein said nucleotide sequence encodes a polypeptide 
that has a CD28/CTLA-4 binding affinity ratio about equal to or greater than the 
CD28/CTLA-4 binding affinity ratio of human B7-1 and/or an ability to induce a T cell 
proliferation response equal to orlgrea&r than that induced by human B7-1. 



264. The isolated 
nucleotide sequence of ( c) hybrim 



recombinant nucleic acid of claim 263, wherein the 
is under at least stringent conditions over substantially 



the entire length of polynucl^tiaefcfequence (a) and encodes a polypeptide that has a 
20 CD28/CTLA-4 binding affinit/ rat^d greater than the CD28/CTLA-4 binding affinity ratio 
of human B7-1. 

265. The isolated or recombinant nucleic acid of claim 264, further 
comprising at least a second nucleotide sequence that encodes a signal peptide, wherein said 
second nucleotide sequence is selected from the group of: 
25 (a) a nucleotide sequerope comprising a signal peptide coding subsequence of 

a polynucleotide sequence selected from the group of SEQ ID NOS:l-21 and 95-142, or a 
complementary nucleotide sequence thereof; 

(b) a nucleotide sequence encoding a signal peptide, said signal peptide 
comprising an amino acid subsequence oi a polypeptide sequence selected from the group 

30 of SEQ ED NOS:48-68, 174-221, 283-285\and 290-293, or a complementary nucleotide 
sequence thereof; 

(c) a nucleotide sequence that, but for the degeneracy of the genetic code, 
hybridizes under at least stringent condition^ over substantially the entire length of 

18 



polynucleotide sequence (a) op(b), wherein said nucleotide sequence encodes a polypeptide 
that has a CD28/CTLA-4 hinting affinity ratio about equal to or greater than the 
CD28/CTLA-4 binding affinity ratio of human B7-1; and 

(d) a nucleotide sequence encoding a signal peptide of a B7-1 polypeptide. 

5 \ 

266. The isolated or recombinant nucleic acid of claim 265, wherein the 
nucleotide sequence of ( c) hybridizes under at least stringent conditions over substantially 
the entire length of polynucleotide sequence (a) and encodes a polypeptide that has a 
CD28/CTLA-4 binding affinity rdtio greater than the CD28/CTLA-4 binding affinity ratio 

10 of human B7-1 or an ability to indlice a T cell proliferation response about equal to or 
greater than that induced by humal B7-1. 

267. The isolated pr recombinant nucleic acid of claim 265, further 
comprising at least a third nucleotide sequence encoding a transmembrane domain selected 
from the group of: Y\ ^ 

15 (a) a nucleotide seauejK e comprising a transmembrane domain coding 

subsequence of a polynucleoti^sequence selected from the group of SEQ ID NOS:l-21 
and 95-142, or a complementary nucleotide sequence thereof; 

(b) a nucleotide sequence encoding a transmembrane domain, said 
transmembrane domain comprising an amino acid subsequence of a polypeptide sequence 

20 selected from the group of SEQ ID NOS:48-68, 174-221, 283-285, and 290-293, or a 
complementary nucleotide sequence thereof; 

(c) a nucleotide sequence that, but for the degeneracy of the genetic code, 
hybridizes under at least stringent conditions over substantially the entire length of 
polynucleotide sequence (a) or (b), wherein said nucleotide sequence encodes a polypeptide 

25 that has a CD28/CTLA-4 binding affinity Vatio about equal to or greater than the 
CD28/CTLA-4 binding affinity ratio of human B7-1; and 

(d) a nucleotide sequence that encodes a transmembrane domain of a B7-1 
polypeptide. \ 

268. The isolated or recombinant nucleic acid of claim 267, further 

30 comprising at least a fourth nucleotide sequence encoding a cytoplasmic domain selected 
from the group of: 



(a) a nucleotide sequence comprising a cytoplasmic domain coding 
subsequence of a polynucleotide sequence selected from the group of SEQ ID NOS:l-21 
and 95-142, or a complementary nucleotide sequence thereof; 

(b) a nucleotide sequence encoding a cytoplasmic domain, said cytoplasmic 
5 domain comprising an amino acid subsequence of a polypeptide sequence selected from the 

group of SEQ ID NO&48-68, 174-221, 283-285, and 290-293, or a complementary 
nucleotide sequence thereof ; 

(c) a nucleotide sequence that, but for the degeneracy of the genetic code, 
hybridizes under at least stringent conditions over substantially the entire length of 

10 polynucleotide sequence (a) or (b), wherein said nucleotide sequence encodes a polypeptide 
that has a CD28/CTLA-4 Ending affinity ratio about equal to or greater than the 
CD28/CTLA-4 binding affinity ratio of human B7-1; and 

(d) a nucleotide sequence that encodes a cytoplasmic domain of a B7-1 
y[ polypeptide. \ v 

=p 15 269. An isolated or recombinant polypeptide variant comprising an amino 

M= acid sequence that differs frompie an^jno acid sequence of a primate B7-1, wherein the 

difference between the amino Aidi^quence of the variant and the amino acid sequence of 
the primate B7-1 comprises^! different amino acid at position 65 other than alanine, wherein 
the position corresponds to /he position in the amino acid sequence of human B7-1 of SEQ 
20 IDNO:278. ^ 

270. The isolated or recombinant polypeptide variant of claim 269, 
wherein the different amino acid is\selected from the group of His, Arg, Lys, Pro, Phe, and 
Trp. 

271. The isolated dlr recombinant polypeptide variant of claim 270, 
25 wherein the primate B7-1 is human B7-1 and the different amino acid is histidine. 

272. The isolated on recombinant polypeptide variant of claim 271, 
wherein the variant has a CTLA-4/CD28 binding affinity ratio greater than the CTLA- 
4/CD28 binding affinity ratio of humart B7-1 

273. The isolated or recombinant polypeptide variant of claim 271, 
30 wherein the variant has an ability to induce a T cell proliferation response that is about 

equal to or less than the T cell proliferation response induced by human B7-1. 

274. An isolated or recombinant polypeptide variant comprising an amino 
acid sequence that differs from the amino acid sequence of a primate B7-2, wherein the 
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difference between the amino acid sequence of the variant and the amino acid sequence of 
the primate Bi-2 comprises a different amino acid at position 56 of the B7-2 polypeptide 
sequence showh at GenBank Acc. No. AAA58389 or at position 50 of the B7-2 polypeptide 
sequence showmat GenBank Acc. No. AAA86473. 

27$. The isolated or recombinant polypeptide variant of claim 274, 
wherein the differ^pt amino acid is selected from the group of His, Arg, Lys, Pro, and/or 
Trp. 

276. \ The isolated or recombinant polypeptide variant of claim 275, 



wherein the primate 
277. 



2 is human B7-2 and the different amino acid is histidine. 
he isolated or recombinant polypeptide variant of claim 276, 
wherein the variant hasW CTLA-4/CD28 binding affinity ratio greater than the CTLA- 
4/CD28 binding affinity Vatio of human B7-1 or B7-2. 

278. ThV isolated or recombinant polypeptide variant of claim 276, 
wherein the variant has wherein the variant has an ability to induce a T cell proliferation 
response that is about equal to or less than the T cell proliferation response induced by 



human B7-1 or B7-2 

279. An iAlj 
acid sequence that differ; 
bovine B7-1, wherein the diff^ 
ECD amino acid sequence of tl 



fed or recombinant polypeptide variant comprising an amino 
the extracellular domain (ECD) amino acid sequence of a 
*ence between the amino acid sequence of the variant and the 
bovine B7-1 comprises a different amino acid at one or 



more of the following amino acid residue positions: position 110, 124, 135, 192, 197, 199, 
211, 213, 217, 218, 221, 225, 22tf, 231, 233, 235, 236, 237, 239, 240, 242, 243, and 244, 
wherein each position corresponds to the position in the amino acid sequence of bovine B7- 
1 of SEQIDNO:280. 

280. The isolated or recombinant polypeptide variant of claim 279, 
wherein the difference between theWnino acid sequence of the variant and the ECD amino 
acid sequence of the bovine B7-1 comprises at least one of: (a) a different amino acid at 
position 1 10, wherein the different amino acid is proline; (b) a different amino acid at 
position 124, wherein the different amino acid is valine; (c) a different amino acid at 
position 135, wherein the different amtfio acid is alanine; (d) a different amino acid at 
position 192, wherein the different ami too acid is valine; (e) a different amino acid at 
position 197, wherein the different amino acid is glycine; (f) a different amino acid at 
position 199, wherein the different aminq acid is glutamic acid; (g) a different amino acid at 
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position 211, wherein the different amino acid is valine; (h) a different amino acid at 
position 213, wherein the different amino acid is asparagines; (i) a different amino acid at 
position 217, wherein the different amino acid is isoleucine; (j) a different amino acid at 
position 218, wherein the different amino acid is valine; (k) a different amino acid at 
position^221, wherein the different amino acid is isoleucine; (1) a different amino acid at 
position 225, wherein the different amino acid is glutamic acid; (m) a different amino acid 
at position 227, wherein the different amino acid is serine; (n) a different amino acid at 
position 2^1, wherein the different amino acid is isoleucine; (o) a different amino acid at 
position 23s, wherein the different amino acid is proline; (p) a different amino acid at 
position 2351 wherein the different amino acid is serine; (q) a different amino acid at 
position 236,\wherein the different amino acid is lysine; (r) a different amino acid at 
position 237, wherein the different amino acid is proline; (s) a different amino acid at 
position 239, wherein the different amino acid is glutamine; (t) a different amino acid at 
position 240, wherein the different amino acid is glutamic acid; (u) a different amino acid at 



;rem 

position 242, wherein 
position 243, whereip 
at position 244 J 



the different amino acid is proline; (v) a different amino acid at 

the different amino acid is isoleucine; and (w) a different amino acid 

in the different amino acid is aspartic acid. 



281. \ The isolated or recombinant polypeptide variant of claim 280, 

20 wherein the difference\between the amino acid sequence of the variant and the ECD amino 
acid sequence of the bovine B7-1 further comprises at least one of: (1) a different amino 
acid at position 246, wherein the different amino acid is leucine; (2) a different amino acid 
at position 247, wherein tne different amino acid is proline; (3) a different amino acid at 
position 248, wherein the different amino acid is phenylalanine; (4) a different amino acid at 

25 position 250, wherein the different amino acid is valine; and (5) a different amino acid at 

position 253, wherein the different amino acid is proline, wherein each position corresponds 
to the position in the amino acid sequence of bovine B7-1 of SEQ ID NO:280. 

282. The isolated or recombinant polypeptide variant of claim 280, further 
comprising a signal peptide. 

30 283. The isolated or recombinant polypeptide variant of claim 282, further 

comprising at least one of a transmembrane domain signal peptide. 
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284. A nucleic acid comprising a polynucleotide sequence that encodes an 
isolated or recombinant polypeptide of claim 269, 274, 279, 280, or 281, or a 
complementary nudleic acid sequence thereof. 

285. \ An isolated or recombinant nucleic acid comprising a polynucleotide 
5 sequence that, but for the degeneracy of the genetic code, hybridizes under at least stringent 

conditions over substantially the entire length of the nucleic acid of claim 269, 274, 279, 
280, or 281. 

286. The isolated or recombinant polypeptide of claim 1 or 3, wherein the 
ECD amino acid sequence at least about amino acid residues 35 to 244 of any of SEQ ID 

10 NOS:48-68, 174-182, 184-221, 283-285, and 290-293. 

287. The isolated or recombinant polypeptide of claim 1 or 3, which 
comprises a further aminq acid sequence corresponding to at least one of a signal peptide, a 
transmembrane domain, oi a cytoplasmic domain of a co-stimulatory polypeptide. 

288. Thelisoteted or recombinant polypeptide of claim 287, wherein the 
15 co-stimulatory polypeptide us a B7-1 polypeptide. 

289. The isolit^or recombinant polypeptide of claim 288, wherein the 
B7-1 polypeptide is a ma™Man B7-1 polypeptide. 

290. JPae isolated or recombinant polypeptide of claim 289, wherein the 
further amino acid sequence corresponding to the signal peptide sequence comprises at least 

20 about amino acid residues 1-34W a polypeptide selected from the group of SEQ ID 
NOS:48-68, 174-221, 283-285, \nd 290-293. 

291. The isolated or recombinant polypeptide of claim 287, wherein the 
further amino acid sequence corresponding to the transmembrane domain comprises at least 
about amino acid residues 35-244,135-243, or 35-242, 35-255, 35-254, or 35-253 of a 

25 polypeptide selected from the grout of SEQ ID NOS:48-68, 174-221, 283-285, and 290- 
293. \ 

292. The isolated or recombinant polypeptide of claim 287, wherein the 
further amino acid sequence corresponding to the cytoplasmic domain comprises a 
cytoplasmic domain of a polypeptide\elected from the group of SEQ ID NOS:48-68, 174- 

30 221, 283-285, and 290-293. 

293. The isolated or recombinant polypeptide of claim 1, which 

polypeptide comprises an ECD amino acid sequence encoded by an ECD coding nucleotide 

sequence, the ECD coding nucleotide sequence comprising a nucleotide sequence that, but 
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for the degeneracy of the genetic code, hybridizes under at least stringent conditions over 
substantially/tile entire length of the ECD coding nucleotide sequence of a polynucleotide 
sequence selected from any of SEQ ID NOS:l-21 and 95-142 or the nucleotide coding 
sequence that encodes the ECD of a polypeptide selected from any of SEQ ID NOS:48-68, 
5 174-221, 283-28$, and 290-293. 

29V The isolated or recombinant polypeptide of claim 293, further 
comprising a signal peptide amino acid sequence encoded by a signal peptide coding 
nucleotide sequence, the signal peptide coding nucleotide sequence selected from the group 
of: \ 

10 (a) a nucleotide sequence of a polynucleotide sequence selected from any of 

SEQ ID NOS:l-21 anci 95-142, wherein said nucleotide sequence encodes a signal peptide; 

(b) a nucleotide sequence that encodes the signal peptide of a polypeptide 
selected from any of SEQ ID NOS:48-68, 174-221, 283-285, and 290-293; and 

(c) a nuclebtidp^sequence which, but for the degeneracy of the genetic code, 
15 hybridizes under at least st$TigenJ/<x>nditions over substantially the entire length of a 

nucleotide sequence (a) or 

295. TlwisOljated or recombinant polypeptide of claim 294, further 

comprising a transmembrane domain (TMD) amino acid sequence encoded by a TMD 

nucleotide sequence selected from the group of: 
20 (a) a nucleotide sequence of a polynucleotide sequence selected from any of 

SEQ ID NOS:l-21 and 95-142, wherein said nucleotide sequence encodes a TMD 

polypeptide; \ 

(b) a nucleotide sequdnce that encodes the TMD of a polypeptide selected 

from any of SEQ ID NOS:48-68, 174^221, 283-285, and 290-293; and 
25 (c) a nucleotide sequenqp which, but for the degeneracy of the genetic code, 

hybridizes under at least stringent conditions over substantially the entire length of a 

nucleotide sequence (a) or (b). \ 



296. The isolated or recombinant polypeptide of claim 295, further 

nir 

\ 



comprising a cytoplasmic domain (CD) amino acid sequence encoded by a CD nucleotide 



30 sequence selected from the group of: 

(a) a nucleotide sequence of aYpolynucleotide sequence selected from any of 
SEQ ID NOS:l-21 and 95-142, wherein said Nucleotide sequence encodes a CD 
polypeptide; 
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(b) a nucleotide sequence that encodes the CD of a polypeptide selected from 
any of SEQ ID NOS:48V68, 174-221, 283-285, and 290-293; and 

(c) a nucleotide sequence which, but for the degeneracy of the genetic code, 
hybridizes under at least stringent conditions over substantially the entire length of a 

5 nucleotide sequence (a) or\(b). 

297. The Isolated or recombinant nucleic acid of claim 43, wherein the 
polynucleotide sequence of Vd) comprises encodes a fragment of (a) or (b), wherein the 
fragment encodes an extracellular domain polypeptide having a CD28/CTLA-4 binding 
affinity ratio about equal to Of greater than the CD28/CTLA-4 binding affinity ratio of 

10 human B7-1. 

298. The isolated or recombinant polypeptide of claim 96, further 
comprising a signal peptide aniino acid sequence encoded by a signal peptide coding 
nucleotide sequence, the signal peptide coding nucleotide sequence selected from the group 
of: 

15 (a) a nucleotide sequence comprising a nucleotide fragment of a 

polynucleotide sequence selected from any of the group of SEQ ID NOS:22-45 and 143- 
173, wherein said nucleotide fragment encodes a signal peptide; 

(b) a nucleotide seqpenQe that encodes the signal peptide of a polypeptide 

JID NOS:69-92, 222-252, and 286-289; and 
20 (c) a nucleotide"spquenf e which, but for the degeneracy of the genetic code, 

hybridizes under at least stringent conditions over substantially the entire length of a 
nucleotide sequence (a) or (b). 

299. The isolated orVecombinant polypeptide of claim 298, further 
comprising a transmembrane domain (TMD) amino acid sequence encoded by a TMD 

25 nucleotide sequence selected from the group of: 

(a) a nucleotide sequence of a polynucleotide sequence selected from any of 
the group of SEQ ID NOS:22-45 and 14^-173, wherein said nucleotide sequence encodes a 
TMD polypeptide; 

(b) a nucleotide sequence that encodes the TMD of a polypeptide selected 
30 from any of the group of SEQ ID NOS:69J92, 222-252, and 286-289; and 

(c) a nucleotide sequence which, but for the degeneracy of the genetic code, 
hybridizes under at least stringent conditions over substantially the entire length of a 
nucleotide sequence (a) or (b). 



selected from any of the group of 



355 



ro 



300. I The isolated or recombinant polypeptide of claim 299, further 
comprising a cytoplasmic domain (CD) amino acid sequence encoded by a CD nucleotide 
sequence selected from the group of: 

(a) a nucleotide sequence of a polynucleotide sequence selected from any of 
5 the group of SEQ ID NQS:22-45 and 143-173, wherein said nucleotide sequence encodes a 

CD polypeptide; 

(b) a nucleotide sequence that encodes the CD of a polypeptide selected from 
any of the group of SEQ ID NOS:69-92, 222-252, and 286-289, and 290-293; and 

(c) a nucleoside sequence which, but for the degeneracy of the genetic code, 
10 hybridizes under at least stringent conditions over substantially the entire length of a 



nucleotide sequence (a) or (^). 

301. An isolated or recombinant polypeptide comprising an amino acid 
sequence of at least an extracellular domain, wherein said extracellular domain amino acid 
sequence has at least about l\% amino acid sequence identity to an extracellular domain 
15 amino acid sequence of at leail one of SEQ ID NOS:48-68, 174-221, 283-285, and 290-293, 
and is not a naturally-occurring extracellular domain amino acid sequence, and wherein said 

incmc€ 



polypeptide has an ability to induce 
equal to or greater than that o 



T cell proliferation or T cell activation response that is 
7-1. 

302. Theis5lat&d 6r recombinant polypeptide of claim 1 or 301, wherein 
20 said polypeptide comprises more one of the extracellular domain. 

303. The isolated or recombinant polypeptide of claim 302, wherein said 
polypeptide comprises a multimer pf the extracellular domain. 

304. The isolatedior recombinant polypeptide of claim 302, wherein said 
polypeptide comprises a fusion protjpin comprising at least one additional amino acid 

25 sequence. 

305. The isolated olr recombinant polypeptide of claim 304, wherein the at 
least one additional amino acid sequence comprises at least one Ig polypeptide. 

306. An isolated or recombinant polypeptide comprising an amino acid 
sequence of an extracellular domain, wherein said extracellular domain (ECD) amino acid 

30 sequence has at least about 75% amino acid sequence identity to an extracellular domain 

amino acid sequence of at least one of S^Q ID NOS:48-68, 174-221, 283-285, and 290-293, 
and is not a naturally-occurring extracellular domain amino acid sequence, and wherein said 
polypeptide, in the presence of a population of activated T cells, has an ability to induce a T 
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cell proliferation or Ticell activation response that is less than that induced by a human B7-1 
ECD amino acid sequence in the presence of a population of activated T cells. 

307. The isolated or recombinant polypeptide of claim 1 or 306, wherein 
said polypeptide comprises a soluble ECD monomer. 
5 308. Tne isolated or recombinant polypeptide of claim 307, wherein said 

soluble ECD monomer further comprises an Ig polypeptide. 

309. A soluble isolated or recombinant multimeric polypeptide comprising 
at least two polypeptides of claim 1 or 306. 

10 310. The polypeptide of claim 309, wherein each of said at least two 

polypeptides further comprises at least one additional amino acid sequence which comprises 
an Ig polypeptide. ^ 

311. A nucleic acid comprising a polynucleotide sequence that encodes an 



isolated or recombinant polyp^ti^e of claim 259, 269, 271, 275, 276, 279, 280, 301, or 
15 306, or a complementary powii^cLeotide sequence thereof. 

312. A veotor Comprising at least one nucleic acid which comprises a 

polynucleotide sequence that encSpaes an isolated or recombinant polypeptide of claim 259, 

\ 

269, 271, 275, 276, 279, 280, 30l\ or 306, or a complementary polynucleotide sequence 
thereof. \ 
20 3 13. A composition comprising a nucleic acid of claim 311 and a carrier. 

314. A compositioVi comprising a polypeptide of claim 259, 269, 271, 275, 
276, 279, 280, 301, or 306 and a carrier. 

315. A recombinanAnucleic acid molecule comprising a polynucleotide 
sequence that, but for the degeneracy of the genetic code, hybridizes under at least stringent 

25 conditions over substantially the entirellength of the nucleic acid of claim 31 1 or 312. 

316. The nucleic acidlof claim 43, 44, or 46, wherein the polypeptide has 
an CD28/CTLA-4 binding affinity ratiolabout equal to or greater than the CD28/CTLA-4 
binding affinity ratio of human B7-1 . \ 

317. The nucleic acid of claim 43, 44, or 46, wherein the polypeptide 
30 comprises a soluble polypeptide having ari ability in the presence of a population of 

activated T cells to induce a T cell proliferation response that is less than the T cell 
proliferation response induced by a soluble human B7-1 polypeptide in the presence of a 
population of activated T cells. 
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318. The isolated or recombinant polypeptide of claim 171, wherein said 



polypeptide has a CTLA-4/CD2J 



binding affinity ratio about equal to or greater than the 



CTLA-4/CD28 binding affinity ratio of human B7-1, and/or an ability to induce a T-cell 
proliferation or T-cell activation response about equal to or greater than that of hB7-l. 

319. The isolate d or recombinant nucleic acid of claim 170, wherein said 
nucleic acid encodes a polypeptide that has a CTLA-4/CD28 binding affinity ratio about 
equal to or greater than the CTLA4^0D28 binding affinity ratio of human B7-1, and/or an 
ability to induce a T-cell prolifergjpri or T-cell activation response about equal to or less 
than that of hB7-l. 

320. The isolated br recombinant polypeptide of claim 1,5,6, or 7, 
wherein the polypeptide is bound to\a cell membrane and has an ability to induce T-cell 
proliferation or T-cell activation or both. 
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